Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.004 Å; R factor = 0.057; wR factor = 0.154; data-to-parameter ratio = 15.2.
Experimental
Crystal data 
Data collection
Enraf-Nonius CAD-4 diffractometer Absorption correction: scan (North et al., 1968) T min = 0.978, T max = 0.993 1183 measured reflections 1106 independent reflections 746 reflections with I > 2(I) R int = 0.059 3 standard reflections frequency: 120 min intensity decay: 1% Refinement R[F 2 > 2(F 2 )] = 0.057 wR(F 2 ) = 0.154 S = 1.02 1106 reflections 73 parameters H-atom parameters constrained Á max = 0.19 e Å À3 Á min = À0.19 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Data collection: CAD-4 Software (Enraf-Nonius, 1989); cell refinement: CAD-4 Software; data reduction: XCAD4 (Harms & Wocadlo, 1995) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) . the title compound.
In the molecule of the title compound ( Fig. 1 ) the bond lengths (Allen et al., 1987) and angles are within normal ranges.
Atoms C1 and N2 are 0.021 (2) Å and 0.058 (2) Å away from the pyridine ring plane.
In the crystal structure, intermolecular N-H···N hydrogen bonds (Table 1 ) link the molecules, in which they may be effective in the stabilization of the structure.
Experimental
For the preparation of the title compound, bromine (17.3 g) was added slowly to sodium hydroxide solution (303 ml, 5%), and then 3-pyridinecarboxamide (13 g) was added in about 20 min at 273-278 K. The mixture was heated in an oil bath at 343-353 K for 4 h. The product was extracted with CH 2 Cl 2 , washed with water and dried (yield; 8 g, 77.6%) (Sawanishi et al., 1987) . Crystals suitable for X-ray analysis were obtained by slow evaporation of a methanol solution.
Refinement H atoms were positioned geometrically, with N-H = 0.86 Å (for NH 2 ) and C-H = 0.93 and 0.96 Å for aromatic and methyl H, respectively, and constrained to ride on their parent atoms with U iso (H) = xU eq (C,N), where x = 1.5 for methyl H, and x = 1.2 for all other H atoms. Fig. 1 . The molecular structure of the title molecule, with the atom-numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
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